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Sequence Variation Regularity Analysis of 16S rRNA Gene
of Vibrio parahaemolyticus
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(1. College of Food Science and Technology, Shanghai Ocean University , Shanghai 201306, China; 2. Shanghai
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Abstract: In order to lay a foundation for the development of new targets for typing and tracing, we
investigated the characteristics of the variations based on the analysis of 16S rRNA gene sequences
of Vibrio parahaemolyticus.We sequenced 16S rRNA gene of 111 strains of Vibrio parahaemolyticus
which were isolated from fresh aquatic products,and aligned with standard sequence in GenBank.
We also established phylogenetic tree of sequences which had a great variation,and verified the
variation regularity of the genes by ERIC-PCR.The variability of different Vibrio parahaemolyticus of

16S rRNA genes was discovered. The variation mainly centralized in variable region V1 and V2.
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There were 38 base sites which similarity were less than 30% in the region of 50~270 bp,and 103

base sites which similarity ranged from 30% to 100%. In addition, there was one base which showed
difference both at V3 and V8. The variability of different Vibrio parahaemolyticus of 16S rRNA
genes can lay a foundation for the development of new targets for typing and tracing of Vibrio

parahaemolyticus and for the study of micro-evolution.

Keywords: Vibrio parahaemolyticus,16S
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Fig. 1 Alignment of 16S rRNA gene of V. parahaemolyticus RIMD2210633 and 111 strains of V. parahaemolyticus isolated

from aquatic products
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Vibrio parahaemolyticus TW3(KC884653.1)
Vibrio sp. KYJ 962(AY542526.1)
Vibrio sp. M -137 -19(KF746900.1)
567Bb413 (KM073267)
Vibrio parahaemolyticus RIMD 2210633 strain O3:K6(NR 074196.1)
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513Ca521 (KM073257)
556Bb331 (KM073263)
523Ba222 (KM073262)
Vibrio azureus CAIM 1457(JN603238.1)
62| Vibrio parahaemolyticus NSTH28(KF886639.1)
Vibrio parahaemolyticus strain NSTH28  (KF886639.1)
566Ab613 (KM073266)
Vibrio parahaemolyticus HN12(EU077545.1)
557Ab523 (KM073264)
Vibrio azureus strain CAIM 1457 (JN603238.1)
638Aa211 (KM073269)
Vibrio azureus T3-21(KC210816.1)
S22 564Cb611 (KM073265)
Vibrio parahaemolyticus strain IM7-1(KC884600.1)
Vibrio azureus strain T3-21(KC210816.1)
Vibrio parahaemolyticus strain L44(KC884620.1)
Vibrio parahaemolyticus strain L41(KC884619.1)
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Fig. 2 Phylogenetic tree of 16 strains of V. parahaemolyticus and related bacterial species constructed according to 16S
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